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Genotypic drug susceptibility testing for tuberculosis
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Kanamycin, Capreomycin, Amikacin, Fluoroquinolo-
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Drug Sensitivity Specificity Sensitivity Specificity

% (95% CI) % (95% CI) % (95% CI) % (95% CI)
INH 99.2 (95.8-99.9) 93.2(71.7-98.9) 99.2 (95.8-99.9) 93.2 (71.7-98.9)
RFP 100.0 (97.0-100) 56.6 (37.0-73.3) 100.0 (97.0-100) 56.6 (37.0-73.3)
EB 100.0 (96.4-100) 56.8 (42.4-70.3) 100.0 (95.9-100) 56.8 (42.4-70.3)
PZA 88.6(81.1-93.3) 95.2 (84.2-98.7) 88.2 (80.5-93.1) 95.2 (84.2-98.7)
SM 98.2 (93.8-99.5) 91.2 (77.0-97.0) 98.2 (93.7-99.5) 91.2 (77.0-97.0)
FQ 95.7 (89.4-98.3) 98.2(90.6-99.7) 95.7 (89.4-98.3) 98.2 (90.6-99.7)
KM 65.6 (48.3-79.6) 97.3(92.4-99.1) 63.3 (45.5-78.1) 97.3(92.4-99.1)
AMK 87.5(64.0-96.5)  100.0 (97.1-100) 87.5 (64.0-96.5)  100.0 (97.1-100)
CPM 64.3 (38.8-83.7) 93.7 (88.1-96.8) 61.5 (35.5-82.3) 93.7 (88.1-96.8)
TH 79.7 (69.7-87,1) 95.5 (87.6-98.5) 75.4 (63.7-84.2) 95.5 (87.6-98.5)
LZD 50.0 (15.0. 85.0) 99.3 (96.2-99.9) 50.0 (15.0. 85.0) 99.3 (96.2-99.9)
CFZ 33.3 (9.7-70) 96.8 (90.1-98.0) 33.3 (9.7-70) 96.8 (90.1-98.0)
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